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201 AGACCGGGCGGCGGCTTTGGATTTTGGGGGGGCGGGGACCAGCTGCGCGG 250 

251 CGGCACCATGTTCCTAGCCACTCTGTACTTCGCGCTGCCACTCCTGGATT 300 
MFLATL Y PALPLLDL 

301 TGCTGATGTCCGCCGAGGTGAGTGGTGGAGACCGTCTGGACTGTGTGAAA 350 
LM SAEVSGGDR LDCVK 

351 GCCAGCGATCAGTGCCTGAAGGAACAGAGCTGCAGCACCAAGTACCGCAC 4 00 
ASDQ CLKEQS CS TK Y RT 

4 01 ACTAAGGCAGTGCGTGGCGGGCAAGGAAACCAACTTCAGCCTGACATCCG 450 
L R QCVAGK ETNFSLTSG 

451 GCCTTGAGGCCAAGGATGAGTGCCGTAGCGCCATGGAGGCCTTGAAGCAG 500 
L E A K D E C R S A M E A L K Q 

501 AAGTCTCTGTACAACTGCCGCTGCAAGCGGGGCATGAAGAAAGAGAAGAA 550 
KS LYNCR CKRG M K KEKN 

551 TTGTCTGCGTATCTACTGGAGCATGTACCAGAGCCTGCAGGGAAATGACC 600 
C LR I YWS MYQS LQGNDL 

601 TCCTGGAAGATTCCCCGTATGAGCCGGTTAACAGCAGGTTGTCAGATATA 650 
LEDSPYEPVNSRLSDI 

651 TTCCGGGCAGTCCCGTTCATATCAGATGTTTTCCAGCAAGTGGAACACAT 700 
FRAVPFISDVFQQVEHI 

701 TTCCAAAGGGAACAACTGCCTGGACGCAGCCAAGGCCTGCAACCTGGACG 750 
S KGNNCLDAAK ACNLDD 

751 ACACCTGTAAGAAGTACAGGTCGGCCTACATCACCCCCTGCACCACCAGC 800 
TCKK Y RSAY ITPCTT S 

801 ATGTCCAACGAGGTCTGCAACCGCCGTAAGTGCCACAAGGCCCTCAGGCA 850 
MSNEVCNRRKCHKALR'Q 

851 GTTCTTCGACAAGGTTCCGGCCAAGCACAGCTACGGGATGCTCTTGTGCT 900 
FFDKVPAK HSYGM LFCS 

901 CCTGCCGGGACATCGCCTGCACCGAGCGGCGGCGACAGACTATCGTCCCC 950 
C RDIACTERRRQTIVP 

951 GTGTGCTCCTATGAAGAACGAGAGAGGCCCAACTGCCTGAGTCTGCAAGA 1000 
VCSYEE RERPNCLSLQD 

1001 CTCCTGCAAGACCAATTACATCTGCAGATCTCGCCTTGCAGATTTTTTTA 1050 
SCKTNYIC RSRLADFFT 

1051 CCAACTGCCAGCCAGAGTCAAGGTCTGTCAGCAACTGTCTTAAGGAGAAC 1100 
NCQPESRSVSNCLKEN 

1101 TACGCAGACTGCCTCCTGGCCTACTCGGGACTGATTGGCACAGTCATGAC 1150 
YADCLLAYSGLIGTVMT 
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1151 TCCCAACTACGTAGACTCCAGCAGCCTCAGCGTGGCACCATGGTGTGACT 1200 
PNYVDSSSLSVAPWCDC 

1201 GCAGCAACAGCGGCAATGACCTGGAAGACTGCTTGAAATTTCTGAATTTT 1250 
SNSGNDLE DCLKFL NF 

1251 TTTAAGGACAATACTTGTCTCAAAAATGCAATTCAAGCCTTTGGCAATGG 130 0 
FKDNTCLKNAI QA F GNG 

* * • • - 

13 01 CTCAGATGTGACCATGTGGCAGCCAGCCCCTCCAGTCCAGACCACCACTG 135 0 

S D VTMWQ PAP PVQTTTA 

* • • • • 

1351 CCACCACTACCACTGCCTTGCGGGTCAAGAACAAGCCTCTGGGGCCAGCA 14 0 0 
TTTTAFRVKNKPLG PA 

1 4 01 GGGTCTGAGAATGAGATCCCGAGACACGTTTTACCACCCTGTGCGAATTT 1450 

GS ENE I PTH V LP P CANL 

* • , , 

1451 GCAGGCTCAGAAGCTGAAATCCAATGTGTCGGGTAGCACACACCTCTGTC 1500 
QAQ KLKSNVSGS THLC L 
• 

1501 TTTCTGATAGTGATTTCGGAAAGGATGGTCTCGCTGGTGCCTCCAGCCAC 1550 
SD SDFGKDGLAGAS SH 

1551 ATAACCACAAAATCAATGGCTGCTCCTCCCAGCTGCAGTCTGAGCTCACT 16 00 
ITTKSM AAPPSCSLSSL 
• 

1601 GCCGGTGCTGATGCTCACCGCCCTTGCTGCCCTGTTATCTGTATCGTTGG 165 0 
PVLML TALA ALLSVSLA 

* * ♦ « 

1651 CAGAAACGTCGTAGCTGCATCCGGGAAAACAGTATGAAAAGACAAAAGAG 1700 
E T S 
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1 CTGCTGGAGGATTCCCCATATGAACCAGTTAACAGCAGATTGTCAGATAT 50 
LLEDSPY EPVNS RLSDI 

5 1 ATTCCGGGTGGTCCCATTCATATCAGTGGAGCACATTCCCAAAGGGAACA 100 
FRVVPF I SVEH I PKG NN 

101 ACTGCCTGGATGCAGCGAAGGCCTGCAACCTCGACGACATTTGCAAGAAG 150 
CLDAAKACNLDD ICKK 

151 TACAGGTCGGCGTACATCACCCCGTGCACCACCAGCGTGTCCAACGATGT 200 
YRSAYITPCTT SVSNDV 

201 CTGCAACCGCCGCAAGTGCCACAAGGCCCTCCGGCAGTTCTTTGACAAGG 250 
CNR RKCH KA LRQF FDKV 

251 TCCGGGCCAAGCACAGCTACGGAATGCTCTl?CTGCTCCTGCCGGGACATC 300 
PAKHSYGMLFCSCRDI 

3 01 GCCTGCACAGAGCGGAGGCGACAGACCATCGTGCCTGTGTGCTCCTATGA 350 
AC TE RRRQTIVPVC SYE 

351 AGAGAGGGAGAAGCCCAACTGTTTGAATTTGCAGGACTCCTGCAAGACGA 400 
EREKPNC LNLQ DSC KTN 

Y I C R S R L A D F F T N C Q P 

451 GAGTCAAGGTCTGTCAGCAGCTGTCTAAAGGAAAACTACGCTGACTGCCT 500 
ESRSVSSCLKENYADCL 

5 01 CCTCGCCTACTCGGGGCTTATTGGCACAGTCATGACCCCCAACTACATAG 550 
L A Y S G L I G T V M T P N Y I D 

551 ACTCCAGTAGCCTCAGTGTGGCCCCATGGTGTGACTGGAGCAACAGTGGG 600 
S SSLSVA PWCD GS N S G 

601 AACGACCTAGAAGAGTGCTTGAAATTTTTGAATTTCTTCAAGGACAATAC 650 
NDLE EC LKFLNFFKDNT 

651 ATGTCTTAAAAATGCAATTGAAGCCTTTGGCAATGGCTCCGATGTGACCG 700 
C L K N A I Q A F G N G S D V T V 

701 TGTGGCAGCCAGCCTTCCCAGTACAGACCACCACTGCCACTACCACCACT 750 
WQPAFPVQ'TTTATTTT 

751 GCCCTCCGGGTTAAGAACAAGCCCCTGGGGCCAGCAGGGTCTGAGAATGA 800 
ALRVKNKPLGPAGSEN E 

801 AATTCCCACTCATGTTTTGCCACCGTGTGCAAATTTACAGGCACAGAAGC 850 
I P T H V L P P C A N L Q A Q K L 

851 TGAAATCCAATGTGTCGGGCAATACACACCTCTGTATTTCCAATGGTAAT 900 
KSNVSGNTHLCISNGN\ 
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901 TATGAAAAAGAAGGTCTCGGTGCTTCCAGCCACATAACCACAAAATCAAT 950 
YEKEGLGASS-HITTKSM 

951 GGCTGCTCCTCCAAGCTGTGGTCTGAGCCCACTGCTGGTCCTGGTGGTAA 1000 
AAP PSCGLSPLLVLVVT 

• ■ • • • 

1001 CCGCTCTGTCCACCCTATTATCTTTAACAGAAACATCATAGCTGCATTAA 10 5 0 
ALSTLLS LTETS 

• • • • • 

1051 AAAAATACAATATGGACATGTAAAAAGAGAT^AAACCAAGTTATCTGTTTC 110 0 

• • • ■ • 

1101 CTGTTCTCTTGTATAGCTGAAATTCCAGTTTAGGAGCTCAGTTGAGAAAC 115 0 

1151 AGTTCCATTCAACTGGAACATTTTTTTTTTTTCCTTTTAAGAT^AGCTTCT 1200 
12 01 TGTGATCCTTCGGGGCTTCTGTG 1223 
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1 GGGCGGCCAGAGCAGCACAGCTGTCCGGGGATCGCTGCATGCTGAGCTCC 50 

51 CTCGGCAAGACCCAGCGGCGGCTCGGGATTTTTTTGGGGGGGCGGGGACC 100 

101 AGCCCCGCGCCGGCACCATGTTCCTGGCGACCCTGTACTTCGCGCTGCCG 150 

MFLATL YFALP 

• * • • . 

151 CTCTTGGACTTGCTCCTGTCGGCCGAAGTGAGCGGCGGAGACCGCCTGGA 200 
LLDLLLSAEVSGGDRL D 

201 TTGCGTGAAAGCCAGTGATCAGTGCCTGAAGGAGCAGAGCTGCAGCACCA 250 
CVKAS DQCLK EQS C S T K 

251 AGTACCGCACGCTAAGGCAGTGCGTGGCGGGCAAGGAGACCAACTTCAGC 300 
Y R T L R Q CVAG.KE TN F S 

301 CTGGCATCCGGCCTGGAGGGGAAGGATGAGTGCCGCAGCGCCATGGAGGC 350 
LASGLEAKDEC RSAMEA 

351 CCTGAAGCAGAAGTCGCTCTACAACTGCCGCTGCAAGCGGGGTATGAAGA 4 00 
LKQKSLYNC RCKRGM KK 

401 AGGAGAAGAACTGCCTGCGCATTTACTGGAGCATGTACCAGAGCCTGCAG 450 
E KNCLR I Y WS MYQS LQ 

• 

451 GGAAATGATCTGCTGGAGGATTCCCCATATGAACCAGTTAACAGCAGATT 500 
GND LL E D S PYE PVN S R L 

501 GTCAGATATATTCCGGGTGGTCCCATTCATATCAGTGGAGCACATTCCCA 550 
SDIFRVVPFISVEHIPK 

551 AAGGGAACAACTGCCTGGATGCAGCGAAGGCCTGCAACCTCGACGACATT 600 
G N N C L D A A K A C N L D D I 

601 TGCAAGAAGTACAGGTCGGCGTACATCACCCCGTGCACCACCAGCGTGTC 650 
CK KYRSAYITP C TTSVS 

651 CAACGATGTCTGCAACCGCGGCAAGTGCCACAAGGCCCTCCGGCAGTTCT 700 
NDVCNRR KC HKAL RQFF 

701 TTGACAAGGTCCCGGCCAAGCACAGCTACGGAATGCTCTTCTGCTCCTGC 750 
DK_VPAKHSYGM.LFC.se 

751 CGGGACATCGGCTGCACAGAGCGGAGGCGACAGACCATCGTGCCTGTGTG 800 
RDIACTERR RQTIVPVC 
* 

801 CTCCTATGAAGAGAGGGAGAAGCCCAACTGTTTGAATTTGCAGGACTCCT 850 
SYEEREKPNCLNLQDSC 

• 

851 GCAAGACGAATTACATCTGCAGATCTCGCCTTGCGGATTTTTTTACCAAC 900 
KTNYICRSRLADFFTN 

901 TGCCAGCCAGAGTCAAGGTCTGTCAGCAGCTGTCTAAAGGAAAACTACGC 950 
CQPESRSVSSCLKENYA 
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951 TGACTGCCTCCTCGCCTACTCGGGGCTTATTGGCACAGTCATGACCCCCA 1000 
D C L LAY S G L I GTVMT PN 

1001 ACTACATAGACTCCAGTAGCCTCAGTGTGGCCCCATGGTGTGACTGCAGC 1050 
YIDSSSLSVAPWCDCS 
• 

1051 AACAGTGGGAACGACCTAGAAGAGTGCTTGAAATTTTTGAATTTCTTCAA 1100 
NSGNDLEECLKFLNFFK 

1101 GGACAATACATGTCTTAAAAATGCAATTCAAGCCTTTGGCAATGGCTCCG 1150 
DNT C L KNA I QAFGNGS D 

* * • • 

1151 ATGTGACCGTGTGGCAGCCAGCCTTCCCAGTACAGACCACCACTGCCACT 1200 
V T V W Q P A F P V Q T T T A T 

1201 ACCACCACTGCCCTCCGGGTTAAGAACAAGCCCCTGGGGCCAGCAGGGTC 1250 
TTTALRV KNK PLGPAGS 

1251 TGAGAATGAAATTCCCACTCATGTTTTGCCACCGTGTGCAAATTTACAGG 1300 
ENE I PTHVLPPCANLQA 

13 01 CACAGAAGCTGAAATCCAATGTGTCGGGCAATACACACCTCTGTATTTCC 13 50 
QKLKSNVSGNTHLCIS 

1351 AATGGTAATTATGAAAAAGAAGGTGTCGGTGCTTCCAGCCACATAACCAC 14 00 
NGNYE KEGLGAS SH I TT 

1401 AAAATCAATGGCTGCTCCTCCAAGCTGTGGTCTGAGCCCACTGCTGGTCC 1450 
KSMAAPPSCGLSPLLV L 

1451 TGGTGGTAACCGCTCTGTCCACCCTATTATCTTTAACAGAAACATCATAG 1500 
VVTALSTLL SLTE TS 

1501 CTGCATTAAAAAAATACAATATGGACATGTAAAAAGACAAAAACCAAGTT 1550 

1551 ATCTGTTTCCTGTTCTCTTGTATAGCTGAAATTCCAGTTTAGGAGCTCAG 1600 

1601 TTGAGAAACAGTTCCATTCAACTGGAACATTTTTTTTTTTTCCTTTTAAG 1650 

1651 AAAGCTTCTTGTGATCCTTCGGGGCTTCTGTG 1682 



FIG. 2B-2 



o o 1 

7/20 



1 GGGCGGCCAGAGCAGCACAGCTGTCCGGGGATCGCTGCATGCTGAGCTCC 50 

I I llllllll III III I IIIIIMIIIIIIII Mlllllll 
143 GAGTGGCCAGAGGAGCGCAGTCGCCCGGGGATCGCTGCACGCTGAGCTCT 192 

51 CTCGGCAAGACCCAGCGGCGGCTCGGGATTTTTTTGGGGGGGCGGGGACC 100 

iii i inn iiiiiiiii in nun i ii 1 1 ii mi 1 1 

193 CTCCCCGAGACCGGGCGGCGGCTTTGGA . . . TTTTGGGGGGGCGGGGACC 23 9 

101 AGCCCCGCGCCGGCACCATGTTCCTGGCGACCCTGTACTTCGCGCTGCCG 150 

III I I I I lllllllllllllll II II llllllll llllllll I 
240 AGCTGCGCGGCGGCACCATGTTCCTAGCCACTCTGTACTTCGCGCTGCCA 28 9 

151. CTCTTGGACTTGCTCCTGTCGGCCGAAGTGAGCGGCGGAGACCGCCTGGA 2 00 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
29 0 CTCCTGGATTTGCTGATGTCCGCCGAGGTGAGTGGTGGAGACCGTCTGGA 3 3 9 

201 TTGCGTGAAAGCCAGTGATGAGTGCCTGAAGGAGCAGAGCTGCAGCACCA 250 

II I II llllllll I III llllll MM III lllllllll III I III 

340 CTGTGTGAAAGCCAGCGATCAGTGCCTGAAGGAACAGAGCTGCAGCACCA 389 

251 AGTACCGCACGCTAAGGCAGTGCGTGGCGGGCAAGGAGACCAACTTCAGC 300 

iiiiiiii 1 1 mimimmimiiiimi mm mm 

3 90 AGTACCGCACACTAAGGCAGTGCGTGGCGGGCAAGGAAACCAACTTCAGC 439 
301 CTGGCATCCGGCCTGGAGGCCAAGGATGAGTGCCGCAGCGCCATGGAGGC 350 

III MM III III II 1 1 Mill III llllllll 1 1 1 1 II 1 1 1 1 1! ! I 

440 CTGACATCCGGCCTTGAGGCCAAGGATGAGTGCCGTAGCGCCATGGAGGC 489 
351 CCTGAAGCAGAAGTCGCTCTACAACTGCCGCTGCAAGCGGGGTATGAAGA 400 

I MINIMUM! || I { 1 1 1 I 1 1 f 1 1 1 f I I 1 1 f f I f I I lllllll 

490 CTTGAAGCAGAAGTCTCTGTACAACTGCCGCTGCAAGCGGGGCATGAAGA 53 9 
401 AGGAGAAGAACTGCCTGCGCATTTACTGGAGCATGTACCAGAGCCTGCAG 450 

i iiiiiiii ii mil ii mimmmmimmmi 

540 AAGAGAAGAATTGTCTGCGTATCTACTGGAGCATGTACCAGAGCCTGCAG 589 
451 GGAAATGATCTGCTGGAGGATTCCCCATATGAACCAGTTAAGAGCAGATT 500 

iiiiiiii ii urn mum mm ii miiiumm ii 

590 GGAAATGACCTCCTGGAAGATTCCCCGTATGAGCCGGTTAACAGCAGGTT 63 9 
501 GTCAGATATATTCCGGGTGGTCCCATTCATATC AG 535 

IMIMM MM MM M Mill llllllll II 

640 GTCAGATATATTCCGGGCAGTCCCGTTCATATCAGATGTTTTCCAGCAAG 689 

536 TGGAGCACATTCCCAAAGGGAACAACTGCCTGGATGCAGCGAAGGCCTGC 585 

I I I I llllll II I I III Ml I I III III Ml I Mill lllllllll 
6 90 TGGAACACATTTCCAAAGGGAACAACTGCCTGGACGCAGCCAAGGCCTGC 73 9 

586 AACCTCGACGACATTTGCAAGAAGTACAGGTCGGCGTACATCACCCCGTG 63 5 

Mill lllllll II MMMMIIMIMM MIMIIMM II 
74 0 AACCTGGACGACACCTGTAAGAAGTACAGGTCGGCCTACATCACCCCCTG 789 

636 CACCACCAGCGTGTCCAACGATGTCTGCAACCGCCGCAAGTGCCACAAGG 685 

ii mi mi Milium ii mm iii mi iiiiiiiiiiiii 

790 CACCACCAGCATGTCCAACGAGGTCTGCAACCGCCGTAAGTGCCACAAGG 83 9 
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686 CCCTCCGGCAGTTCTTTGACAAGGTCCCGGCCAAGCACAGCTACGGAATG 73 5 

lllll IIMIIIIII II MM II llllllll MIMIMMM III 

84 0 CCCTCAGGCAGTTCTTCGACAAGGTTCCGGCCAAGCACAGCTACGGGATG 88 9 

73 6 CTCTTCTGCTCGTGCCGGGACATCGCCTGCACAGAGCGGAGGCGACAGAC 785 

I I I I I I I I I I I I I I I II I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I 

890 CTCTTCTGCTCCTGCCGGGACATCGCCTGCACCGAGCGGCGGCGACAGAC 93 9 

786 CATCGTGCCTGTGTGCTCCTATGAAGAGAGGGAGAAGCCCAACTGTTTGA 835 

lllll II III I II II Mill III I I MM Mill I I II III 
940 TATCGTCCCCGTGTGCTCCTATGAAGAACGAGAGAGGCCCAACTGCCTGA 98 9 

83 6 ATTTGCAGGACTCCTGCAAGACGAATTACATCTGCAGATCTCGCCTTGCG 88 5 

I I I I I I III IIMIIIIII 1 I I I I i I I f I 1 I I I I f i 1 I I I I f I I i 

9 90 GTCTGCAAGACTCCTGCAAGACCAATTACATCTGCAGATCTCGCCTTGCA 103 9 

886 GATTTTTTTACCAACTGCCAGCCAGAGTCAAGGTCTGTCAGCAGCTGTCT 93 5 

I II I M I II II II 1 1 1 1 1 1 Ml II I II I II II II 1 1 II 1 1 II I MUM 

104 0 GATTTTTTTACCAAGTGCCAGCCAGAGTCAAGGTCTGTCAGCAACTGTCT 108 9 
93 6 AAAGGAAAACTACGCTGACTGCCTCCTCGCCTACTCGGGGCTTATTGGCA 985 

Mill llllllll llllll 1 1 Ml II 1 1 MM Ml II Mill! I 

10 9 0 TAAGGAGAACTACGCAGACTGCCTCCTGGCCTACTCGGGACTGATTGGCA 113 9 
98 6 CAGTCATGACCCCCAACTACATAGACTCCAGTAGCCTCAGTGTGGCCCCA 103 5 

II MINI II Mill MM II MM MM llllllll Mill III 

114 0 CAGTCATGACTCCCAACTACGTAGACTCCAGCAGCCTCAGCGTGGCACCA 118 9 
103 6 TGGTGTGACTGCAGCAACAGTGGGAACGACCTAGAAGAGTGCTTGAAATT 1085 

MIMIMMM llllllll II II Mill Mill MM III II II 

119 0 TGGTGTGACTGCAGCAACAGCGGCAATGACCTGGAAGACTGCTTGAAATT 123 9 
1086 TTTGAATTTCTTCAAGGACAATACATGTCTTAAAAATGCAATTGAAGCCT 113 5 

I MM II I II llllllll II I Mill lllll II lllll Mill II 

1240 TCTGAATTTTTTTAAGGACAATACTTGTCTCAAAAATGCAATTCAAGCCT 1289 
113 6 TTGGCAATGGCTCCGATGTGACCGTGTGGCAGCCAGCCTTCCCAGTACAG 1185 

MUM II Ml II MIIIMM II MM MM II II Mill III 

12 90 TTGGCAATGGCTCAGATGTGAGCATGTGGCAGCGAGCCCCTGCAGTCCAG 133 9 
1186 ACCACCACTGCCACTACCACCACTGCCCTCCGGGTTAAGAACAAGCCCCT 123 5 

II MIIIMM III II MIIIMM II II II I llllll lllll II 

134 0 ACCACCACTGCCACCACTACCACTGCCTTCCGGGTCAAGAACAAGCCTCT 13 8 9 
123 6 GGGGCCAGCAGGGTCTGAGAATGAAATTCCCACTCATGTTTTGCCACCGT 12 85 

MIMIMMM MM Mill III II Mill II Mill Mill I 

13 9 0 GGGGCCAGCAGGGTCTGAGAATGAGATCCCCACACACGTTTTACCACCCT 143 9 
12 86 GTGCAAATTTACAGGCACAGAAGCTGAAATCCAATGTGTCGGGCAATACA 133 5 

1 1 1 1 lllll lllll 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 I Ml 

144 0 GTGCGAATTTGCAGGCTCAGAAGCTGAAATCCAATGTGTCGGGTAGCACA 14 89 

• • • • « 

1336 CACCTCTGTATTTCCAATGGTAATTATGAAAAAGAAGGTCTC . . . GGTGC 1382 

llllllll! 1 1 1 1 II II III I III II llllll lllll 

14 90 CACCTCTGTCTTTCTGATAGTGATTTCGGAAAGGATGGTCTCGCTGGTGC 1539 
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13 83 TTCCAGCCACATAACCACAAAATCAATGGCTGCTCCTCCAAGCTGTGGTC 1432 

I I I I I I I I I I I I I I i I I I I I I I I I i I i i I i I I I ! II I I I I I I I III 

154 0 CTCCAGCCACATAACCACAAAATCAATGGCTGCTCCTCCCAGCTGCAGTC 158 9 

1433 TGAGCCCACTGCTGGTCCTGGTGGTAACCGCTCTGTCCACCCTATTATCT 14 82 

Mill I Mill III III II I Mill II | I I I I I I I I | I 

1590 TGAGCTCACTGCCGGTGCTGATGCTCACCGCCCTTGCTGCCCTGTTATCT 163 9 

• • • • • 

14 83 TTAACAGAAACATCATAGCTGCATTAAAAAAATACAATATGGAC 1526 

II Mill II II Mill INI III Ml MM 

164 0 GTATCGTTGGCAGAAACGTCGTAGCTGCATCCGGGAAA - ACAGTATG . . . 1685 
152 7 ATGTAAAAAGACAAA. . . . AACCAAGTTATCTGTTTCCTGTTCTCTTGTA 1572 

III II Mill 1 1 MM II llll I II Ml 1 II 1 1 1 1 1 

168 6 AAAAGACAAAAGAGAACCAAGTATTCTG . TCCCTGTCCTCTTGTA 1729 

1573 TAGCTGAAATTCCAG . TTTAGGAGCTCAGTTGAGAAACAGTTCCATTCAA 1621 

II Mill I Mill MM Mill llll II II I MM II III 

173 0 TATCTGAAAATCCAGTTTTAAAAGCTCCGTTGAGAAGCAGTTTCACCCAA 177 9 
1622 CTGGAACATTTTTTTTTTTTCCTTTTAAGAAAGCTTCTTGTGATCCTTCG 1671 

III II II I III II Mill I MM I 1 1 MM III I 

178 0 CTGGAAC . * . . TCTTTCCTTGTTTTTAAGAAAG . . . CTTGTGGCCCTCAG 1822 

1672 GGGCTTCTGT 1681 

IMIIIIIII 

1823 GGGCTTCTGT 1832 
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1 MFLATLYFALPLLDLLLSAEVSGGDRLDCVKASDQCLKEQSCSTKYRTLR 50 

II 1 1 II I IN I II 1 1 1 : 1 II Nlilll I MM 1 1 II 1 1 1 1! II 1 1 II 1 1 1 

1 MFIiATLYFALPLLDLLMSAEVSGGDRLDCVKASDQCLKEQSCSTKYRTLR 50 

• • * • 

51 QCVAGKETNFSLASGLEAKDECRSAMEALKQKSLYNCRCKRGMKKEKNCL 100 

I I I I I I I I I I i M I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 

51 QCVAGKETNFSLTSGLEAKDECRSAMEALKQKSLYNCRCKRGMKKEKNCL 100 

101 RIYWSMYQSLQGNDLLEDSPYEPVNSRLSDIFRWPFIS. . . . .VEHIPK 145 

I II III I Ml II I MM I MM III I 111 II I Mill I M 1 1 • I 

101 RIYWSMYQSLQGNDLIiEDSPYEPVNSRLSDIFRAVPFISDVFQQVEHISK 150 
146 GNNCLDAAKACNLDDICKKYRSAYITPCTTSVSNDVGNRRKCHKALRQFF 195 

MMIIIIIIMIIMilllllllllllllhlhrillllMMIIIII 

151 GNNCLDAAKACNLDDTCKKYRSAYITPCTTSMSNEVCNRRKCHKALRQFF 200 
196 DKVPAKHS YGMLFCSCRD1 ACTERRRQTI VPVCSYEEREKPNCLNLQDSC 245 

. . 1 1 III I MM II Ml II III II II I MUM III II MhMIMI II II 

2 01 DKVPAKHSYGMLFCSCRDIACTERRRQTIVPVCSYEERERPNCLSLQDSC 250 
246 KTNYICRSRLADFFTNCQPESRSVSSCLKENYADCLIAYSGLIGTVMTPN 295 

II 1 1 1 1 M M 1 1 II II 1 1 M 1 1 1 1 M 1 1 1 1 1 1 1 1 1 1 1 II 1 1 1 1 1 1 M 1 1 1 

251 KTNYICRSRLADFFTNCQPESRSVSNCLKENYADCLLAYSGLIGTVMTPN 300 

2 96 YIDSSSLSVAPWCDCSNSGNDLEECLKFLNFFKDNTCLKNAIQAFGNGSD 345 

h I I I I I I I I I I I I I I I I I I I I hi I I I II I I I I I I I I I I I I I I I M I I I 
301 YVDSSSLSVAPWCDCSNSGNDLEDCLKFLNFFKDNTCLKNAIQAFGNGSD 350 

34 6 VTVWQPAFPVQTTTATTTTALRVKNKPLGPAGSENE I PTHVLPPCANLQA 3 95 

I h 1 1 II MMMMIMhlMMMMMMMMMMMMMM 

351 VTMWQPAPPVQTTTATTTTAFRVKNKPLGPAGSENE I PTHVLPPCANLQA 400 

3 96 QKLKSNVSGNTHLCI SNGNYEKEGL . GAS SH I TTKSMAAPPS CGLS PLLV 444 

MMMMMMhh::::|:M M II II I II I I I II II I = 1 I M I 

4 01 QKLKSNVSGSTHLCLSDSDFGKDGLAGASSHITTKSMAAPPSCSLSSLPV 450 

44 5 LWTALSTLL . • SLTETS 460 

hMIMMI ll-lll 
451 LMLTALAALLSVSLAETS 468 
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1 AAAAAACGGTGGGATTTATTTAACATGATCTTGGCAAACGTCTTCTGCCT 50 

MIL ANVF CL 

5 1 CTTCTTCTTTCTAGACGAGACCCTCCGCTCTTTGGCCAGCCCTTCCTCCC 100 
FFFLDETLRSL ASPSSL 

101 TGCAGGGCCCCGAGCTCCACGGCTGGCGCCCCCCAGTGGACTGTGTCCGG 150 
Q GPELHGW RPPVDCVR 

151 GCCAATGAGCTGTGTGCCGCCGAATCCAACTGCAGCTCTCGCTACCGCAC 20 0 
ANELCAAESNCSSRYRT 

201 TCTGCGGCAGTGCCTGGCAGGCCGCGACCGCAACACCATGCTGGCCAACA 250 
L R Q CLAGR DR NTMLANK 

251 AGGAGTGCCAGGCGGCCTTGGAGGTCTTGCAGGAGAGCCCGCTGTACGAC 3 00 
ECQA ALEV LQE S PL YD 

301 TGCCGCTGCAAGGGGGGCATGAAGAAGGAGCTGCAGTGTCTGGAGATCTA 35 0 
CRCKRGMKKELQCLQIY 

351 CTGGAGCATCCACCTGGGGCTGACCGAGGGTGAGGAGTTCTACGAAGCCT 4 00 
WS I HLGL TEGEEFY EAS 

401 CCCCCTATGAGCCGGTGACCTCCCGCCTCTCGGACATCTTCAGGCTTGCT 450 
P Y E P V T S R L S D I F R L A 

451 TCAATCTTCTCAGGGACAGGGGCAGACCCGGTGGTCAGCGCCAAGAGCAA 500 
S I FSGTGADPVVSAKSN 

501 CCATTGCCTGGATGCTGCCAAGGCCTGCAACCTGAATGACAACTGCAAGA 550 
HCLDAAKACNL NDNC KK 

551 AGCTGCGCTCCTCCTACATCTCCATCTGCAACCGCGAGATCTCGCCCACC 60 0 
LRSSYI SICNR EISPT 

601 GAGCGCTGCAACCGCCGCAAGTGCCACAAGGCCCTGCGCCAGTTCTTCGA 650 
ERCNRRKCH KAL RQFFD 

651 CCGGGTGCCCAGCGAGTACACCTACCGCATGCTCTTCTGCTCCTGCCAAG 700 
RVPSEYT YRMLF CSCQD 

701 ACCAGGCGTGCGCTGAGCGCCGCCGGCAAACCATCCTGCCCAGCTGCTCC 750 
QACAERRRQTI. LPSCS 

751 TATGAGGACAAGGAGAAGCCCAACTGCCTGGACCTGCGTGGCGTGTGCCG 800 
YEDKEKPNCLDLRGVCR 

8 01 GACTGACCACCTGTGTCGGTCCCGGCTGGCCGACTTCCATGCCAATTGTC 850 
TDHLCRSR'LADFHANCR 
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851 


GAGCCTCCTACCAGACGGTCACCAGCTGCCCTGCGGACAATTACCAGGCG 
AS YQTVT S C PADNYQA 


900 


901 


TGTCTGGGCTCTTATGCTGGCATGATTGGGTTTGACATGACACCTAACTA 
CLGSYAGM IGFDMTPN Y 


950 


951 


• « » • > 

TGTGGACTCCAGCCCCACTGGCATCGTGGTGTCCCCCTGGTGCAGCTGTC 
VDSSPTG IVVSPWCS CR 


1000 


1001 


GTGGCAGCGGGAACATGGAGGAGGAGTGTGAGAAGTTCCTCAGGGACTTC 
GSGNMEEECEKFLRDF 


1050 


1051 


ACCGAGAACCCATGCCTCCGGAACGCCATCCAGGCCTTTGGCAACGGCAC 
TE NPCLR NAIQ A F G N G T 


1100 


11.01 


GGACGTGAACGTGTCCCCAAAAGGCCCCTCGTTCCAGGCCACCCAGGCCC 
DVN VS P K G P S FQA TQAP 


1150 


1151 


CTCGGGTGGAGAAGACGCCTTCTTTGCCAGATGACCTCAGTGACAGTACC 
R V E K T P S L P D D L S D S T 


1200 


1201 


AGCTTGGGGACCAGTGTCATCACCACCTGCACGTCTGTCCAGGAGCAGGG 
SLGTSV ITTCTSVQEQG 


1250 


1251 


GCTGAAGGCCAACAACTCCAAAGAGTTAAGCATGTGCTTCACAGAGCTCA 
LKANNS KELS MC F TELT 


1300 


1301 


CGACAAATATCATCCCAGGGAGTAACAAGGTGATCAAACCTAACTCAGGC 
TNIIPGSNKVIKPNSG 


1350 


1351 


• • « « • i 
CCCAGCAGAGCCAGACCGTCGGCTGCCTTGACCGTGCTGTCTGTCCTGAT 
P S RA R P S AAL TVL S VLM 


1400 


1401 


GCTGAAACTGGCCTTGTAGGCTGTGGGAACCGAGTCAGAAGATTTTTGAA 
L K L A L 


1450 


1451 


AGCTACGCAGACAAGAACAGCCGCCTGACGAAATGGAAACACACACAGAC 


150 0 


1501 


ACACACACACCTTGCAAAAAAAAAATTGTTTTTCGCACCTTGTCGCTGAA 


1550 


1551 


CCTGTCTCCTCCCAGGTTTCTT.CTCTGGAGAAGTTTTTGTAAACCAAACA 


1600 


1601 


GACAAGCAGGCAGGCAGCCTGAGAGCTGGCCCAGGGGTCCCCTGGCAGGG 


1650 


1651 


GAAACTGTGGTGCCGGGGAGGGCACGAGGCTCTAGAAATGCCCTTCACTT 


1700 


1701 


TCTCCTGGTGTTTTTCTCTCTGGACCCTTCTGAAGCAGAGACCGGACAAG 


1750 


1751 


AGCCTGCAGCGGAAGGGACTCTGGGCTGTGCCTGAGGCTGGCTGGGGGCA 


1800 


1801 


GGACAACACAGCTGCTTCCCCAGGCTGCCCACTCTGGGGACCCGCTGGGG 


1850 


1851 


GCTGGCAGAGGGCATCGGTCAGCGGGGCAGCGGGGCTG 1888 
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1 MILANVFCLFFFLDETLRSIASPSSLQGPELHGWRPPVDCVRANELCAAE 50 

|:||.s= : :|| |.. .|.:. . :. | | | : | . : | | 

1 MFLATLYFALPLLDLLLSAEVSGGD . RLDCVKASDQCLKE 3 9 

51 SNCS S R YRTLRQCLAGRDRN TMLANKECQAALEVLQESPLYDCRC 95 

.||.:Hllllhlh: I - h ■ I h • h h h * • ■ I h I I I 

4 0 QSCSTKYRTLRQCVAGKETNFSLASGLEAKDECRSAMEALKQKSLYNCRC 89 

96 KRGMKKELQCLQ I YWS I HLGLTEGEE FYEAS P YE P VTSRLSD I FRLAS I F 145 

lllllll -Ihlllh- :| :h::-|.|lllll-lllllll|:..:: 
90 KRGMKKEKNCLRIYWSMYQSL . QGNDLLEDS P YE P VNS RLSD I FRWP F I 13 8 

14 6 SGTGADPVVS AKSNHCLDAAKACNLNDNCKKLRS S Y IS I CNRE I S PTERC 195 

h- :|:|:||IIIMIIhl t I I - I I - J 1 - I- ■ - I - I 

13 9 SVEHI PKGNNCLDAAKACNDDDICKKYRSAYITPCTTSVS . NDVC 182 

196 NRRKCHKALRQFFDRVPSEYTYRMLFCSCQDQACAERRRQTILPSCSYED 24 5 

I I I M I I I M I I I I : I I - • i Ilillhl Ihllllllhl ' lllh 
183 NRRKCHKALRQFFDKVPAKHSYGMLFCSCRDIACTERRRQTIVPVCSYEE 232 

246 KEKPNCLDLRGVCRTDHLCRSRIjADFHANCRASYQTVTSGPADNYQACIjG 295 

s||||||:|.= |s|:.:|HIIIII -II.:. .-I-II = I I - J I 
233 REKPNCLNLQDSCKTNYICRSRLADFFTNCQPESRSVSSCLKENYADCLL 282 

2 96 SYAGMIGFDMTPNYVDSSPTGIWSPWCSCRGSGNMEEECEKFLRDFTEN 34 5 

•hhll I Ml hi I I hMhh-lll III I I h 1 — 1 

283 AYS GL I GT VMT PNY ID SS . , SLSVAPWCDCSNSGNDLEECLKFLNFFKDN 33 0 

34 6 PCLRNAIQAFGNGTDVNVSPKGPSFQATQAPRVEKTPSLPDDLSDSTS . . 393 

hi M I I III hi hh--= hi h • .-|:...| 

331 TCLKNAIQAFGNGSDVTVWQPAFPVQTTTATTTTALRVKNKPLGPAGSEN 3 80 

394 . LGTSVITTCTSVQEQGLKANNS . . KELSMCFTELTTNI I PGSNKVIKPN 440 

:.| | : .'. | ... : | . | ||.| | ./(::: :.:|..:.... 
381 EIPTHVLPPCANLQAQKLKSNVSGNTHLCISNGNYEKEGLGASSHITTKS 430 

441 SGPSRARPSAALTVLSVLMLKLAL 464 

:: :) || | |. | 

431 MAAPPSCGLSPLLVLWTALSTLL 454 
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1 CGCAGGCAGAGCGCTGTCGCATCCCGGGCGTCCACCCGCCATGGGGCTCT 5 0 

M G L S 

5 1 cctggagcccgcgacctccactgctgatgatcctgctactggtgctgtcg' 100 
w s p r p p l lm i l llvl s 

101 ttgtggctgccacttggagcaggaaactcccttgccacagagaacaggtt 150 
lwl plgagnslatenrf 

151 tgtgaacagctgtacccaggccagaaagaaatgcgaggctaatcccgctt 200 
vnsctq. ar kkceanpac 

2 01 gcaaggctgcctaccagcacctgggctcctgcacctccagtttaagcagg 250 

kaayqhlgsct s s l s r 

251 ccgctgcccttagaggagtctgccatgtgtgcagactgcctagaggcagc 3 00 
p l p l e e s a m s a d c l e a a 

3 01 agaacaactcaggaacagctctgtgatagagtgcaggtgccatcggcgca 3 50 

eqlrnssl i dcr chrrm 

3 51 tgaagcaccaagctacctgtctggacatttattggaccgttcaccctgcc 4 0 0 
khq atcld iywtvhpa 

401 cgaagccttggtgactacgagttggatgtctcaccctatgaagacacagt 45 0 
r slgdy eldvspyedt v 

451 gaccagcat^accctggaaaatgaatcttagcaagttgaacatgctcaaac 500 
tskpwk mnlskln mlkp 

501 cagactcggacctctgcctcaaatttgctatgctgtgtactcttcacgac 550 
dsdlc lkfamlctlhd 

551 aagtgtgaccgcctgcgcaaggcctacggggaggcatgctcagggatccg 600 
kcdrlrkaygeacsgir 

601 ctgccagcgccacctctgcctagcccagctgcgctccttctttgagaagg 650 
cqrhlclaq lrs ff ek a 

• • « • • 

651 CAGCAGAGTCCCACGCTCAGGGTCTGCTGCTGTGTCCCTGTGCACCAGAA 7 00 
AE S HAQG LL L C P CA P E 

701 GATGCGGGCTGTGGGGAGCGGCGGCGTAACACCATCGCCCCCAGTTGCGC 75 0 
DAG CG E R RRNT I A P S CA 

751 CCTGCCTTCTGTAACCCCCAATTGCCTGGATCTGCGGAGCTTCTGCCGTG 8 0 0 
LPSVTPNCLDLRSFCRA 

801 CGGACCCTTTGTGCAGATCACGCCTGATGGACTTCCAGACCCACTGTCAT 850 
DPLCRSRLMDFQTHCH 

851 CCTATGGACATCCTTGGGACTTGTGCAACTGAGCAGTCCAGATGTCTGCG 90 0 
PMDILGTCATEQSRCLR 
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901 GGCATACCTGGGGCTGATTGGGACTGCCATGACCCCAAACTTCATCAGCA 950 
A Y L G L I G T A M T P N F I S K 

951 AGGTCAACACTACTGTTGCCTTAAGCTGCACCTGCCGAGGCAGCGGCAAC 10 0 0 
VNTT VALS C TCRGSGN 

1001 CTACAGGACGAGTGTGAACAGCTGGAAAGGTCCTTCTCCCAGAACCCCTG 1050 
LQDE CEQLERSFSQNP C 

1051 CCTCGTGGAGGCCATTGCAGCTAAGATGCGTTTCCACAGACAGCTCTTCT 1100 
LVEAI AAKMRFHRQLFS 

1101 CCCAGGACTGGGCAGACTCTACTTTTTCAGTGGTGCAGCAGCAGAACAGC 1150 
QDWADSTF. SV.'VQQQNS 

1151 AACCCTGCTCTGAGACTGCAGCCCAGGCTACCCATTCTTTCTTTCTCCAT 1200 
NPALRLQPRLP.I LSFS I - 

1201 CCTTCCCTTGATTCTGCTGCAGACCCTCTGGTAGCTGGGCTTCCTCAGGG 1250 
LPLILLQTL W 

1251 TCCTTTGTCCTCTCCACCACACCCAGACTGATTTGCAGCCTGTGGTGGGA 13 00 

1301 GAGAACTCGCCAGCCTGTGGAAGAAGACGCAGCGTGCTACACAGCAACCC 1350 

13 51 GGAACCAACCAGGCATTCCGCAGCACATCCCGTCTGCTCCAGAAGAGGTC 14 00 

1401 TTAGAAGTGAGGGCTGTGACCCTTCCGATCCTGAGCGGCTAGTTTTCAAA 1450 

1451 CCTGCCTTGCCCCTGCTTCCTTCTGGCTCAGGCTGCTCCTCCTTAGGACT 1500 

1 5 01 TTGTGGGTCCAGTTTTGCCTTCTGTTCTGATGGTGATTAGCGGCTCACCT 1 55 0 

1551 CCAGCGCTTCTTCCTGTTTCCCAGGACCACCCAGAGGCTAAGGAATCAGT 1600 

1601 CATTCCCTGTTGCCTTCTCCAGGAAGGCAGGCTAAGGGTTCTGAGGTGAC 1650 

1651 TGAGAAAAATGTTTCCTTTGTGTGGAAGGCTGGTGCTCCAGCCTCCACGT 1 7 00 

1701 CCCTCTGAATGGAAGATAAAAACCTGCTGGTGTCTTGACTGCTCTGCCAG 1750 

1751 GCAATCCTGAACATTTGGGCATGAAGAGCTAAAGTCTTTGGGTCTTGTTT 1800 

1801 AACTCCTATTACTGTCCCCAAATTCCCCTAGTCCCTTGGGTCATGATTAA 1850 

18 51 ACATTTTGACTTAAAAAAAAAAAAAAAAAAAAAAAAAAA 1889 
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* • • • • 

1 TGTGGACGCGCGCTTCGGAGTTGGAGGGCGGCGCCCAGGACCCTGGTGGG 50 

5 1 AGAGTGTGTGCGTCGCGCTGGAGGGCGGGAGGCGGGGGCGGGAGGTGCCG 100 

101 GTCGAGGGAGCCCCGCTCTCAGAGCTCCAGGGGAGGAGCGAGGGGAGCGC 150 

151 GGAGCCCGGCGCCTACAGCTCGCCATGGTGCGCCCCCTGAACCCGCGACC 2 00 

MVR PLNPRP 

201 GCTGCCGCCCGTAGTCCTGATGTTGCTGCTGCTGCTGCCGCCGTCGCCGC 2 50 
L PPVVLMLLLLLPPSPL 

251 TGCCTCTCGCAGCCGGAGACCCCCTTCCCAGAGAAAGCCGACTCATGAAC 3 00 
PLA AGDPLPTESRLMN 

3 01 AGCTGTCTCCAGGCCAGGAGGAAGTGCCAGGCTGATCCCACCTGCAGTGC 3 50 
S C L Q A R R K C Q A D P T C S A 

3 51 TGCCTACCACCACCTGGATTCCTGCACCTCTAGCATAAGGACCCCACTGC 4 00 
AYHHL DSCTSSISTP LP 

401 CCTCAGAGGAGCCTTCGGTCCCTGCTGACTGCCTGGAGGCAGCACAGCAA 450 
S EE P SV P AD CLE AAQQ 

451 CTCAGGAACAGCTCTCTGATAGGCTGCATGTGCCACCGGCGCATGAAGAA 500 
L R N S S LIGCM CH RRMKN 

501 CCAGGTTGCCTGCTTGGACATCTATTGGACCGTTCACCGTGCCCGCAGCC 550 
QVACLD IYWTVHRARSL 

551 TTGGTAACTATGAGCTGGATGTCTCCCCCTATGAAGACACAGTGACCAGC 6 00 
GNYELDVS PYE DTVTS 

601 AAACCCTGGAAAATGAATCTCAGCAAACTGAACATGCTCAAACCAGACTC 650 
KPWKMNLSKLNML KPDS 

651 AGACCTCTGCCTC^GTTTGCCATGCTGTGTACTCTCAATGACAAGTGTG 700 
DLCL KFAMLCTLN DKCD 

701 ACCGGCTGCGCAAGGCCTACGGGGAGGGGTGCTCCGGGCCCCACTGCCAG 750 
RLRKAYG EACSGPHCQ 

751 CGCCACGTCTGCCTCAGGCAGCTGCTCACTtTCTTCGAGAAGGCCGCCGA 800 
RHVCLRQLLTFFEKAAE 

801 GCCCCACGCGCAGGGCCTGCTACTGTGCCCATGTGCCCCCAACGACCGGG 8 50 
PHAQGLLLCPCAPNDRG 

851 GCTGCGGGGAGCGCCGGCGCAACACCATCGCCCCCAACTGCGCGCTGCCG 900 
CGERRRNTIAPNCALP 

901 CCTGTGGCCCCCAACTGCCTGGAGCTGCGGCGCCTCTGCTTCTCCGACCC 95 0 
PVAPNCLELR RLCFSDP 
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951 GCTTTGCAGATCACGCCTGGTGGATTTCCAGACCCACTGCCATCCCATGG 1000 
LCRSRLVDFQTHC .HPMD 

1001 ACATCCTAGGAACTTGTGCAACAGAGCAGTCCAGATGTCTACGAGCATAC 1050 
I LGTC ATEQ SRCLRAY 

1051 CTGGGGCTGATT6GGACTGCCATGACCCCCAACTTTGTCAGCAATGTCAA 1100 
LGLIGTAMTPNFVSNVN 

1101 CACCAGTGTTGCCTTAAGCTGCACCTGCCGAGGCAGTGGCAACCTGCAGG 1150 
TSVAL.SCTCRGSGNLQE 

1151 AGGAGTGTGAAATGCTGGAAGGGTTCTTCTCCCACAACCCCTGCCTCAGG 12 00 
ECEMLEGF FSH N ,P C L T 

12 01 GAGGCCATTGCAGCTAAGATGCGTTTTCACAGCCAACTCTTCTCCCAGGA 12 50 
E A >I . A A K M R F H S Q L F S Q D 

1251 CTGGCCACACCCTACCTTTGCTGTGATGGCACACCAGAATGAAAACCCTG 13 00 
WPHPTFAVMAHQNENPA 

1301 CTGTGAGGCCACAGCC.CTGGGTGCCCTCTCTTTTCTCCTGCACGCTTCCC 135 0 
V R P Q P W V P S L F S C T L P 

1351 TTGATTCTGCTCCTGAGCCTATGGTAGCTGGACTTCCCCAGGGCCCTCTT 14 00 
LILLLSLW 

1401 CCCCTCCACCACACCCAGGTGGACTTGCAGCCCACAAGGGGTGAGGAAAG 14 50 

1451 GAC AGCAGCAGGAAGGAGGTGCAGTGCGCAGATGAGGGCACAGGAGAAGC 1500 

1501 TAAGGGTTATGACCTCCAGATCCTTACTGGTCCAGTCCTCATTCCCTCCA 1550 

1551 CCCCATCTCCAGTTCTGATTCATGCTGCCCGTCCTTGGTGGCCACAATTT 1600 

1601 AGCCATGTCATCTGGTGCCTGTGGGCCTTGCTTTATTCCTATTATTGTCC 1650 

1651 TAAAGTCTCTCTGGGCTCTTGGATCATGATTAAACCTTTGACTTAAAAA 1699 
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